PATH: a task for the inference of phylogenies.
Phylogenetic Analysis Task in Husar (PATH) is a task for the inference of phylogenies. It executes three phylogenetic methods and automatically chooses the evolutionary model for each set of data. The output of the tasks shows the consensus trees together with full results obtained from all executed methods. PATH is available at the German EMBnet node after registration via www at http://genome.dkfz-heidelberg.de